Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.008 Å; disorder in solvent or counterion; R factor = 0.043; wR factor = 0.130; data-toparameter ratio = 23.2.
The asymmetric unit of the title complex, [Pd(C 19 Roy et al. (2008) . For bondlength data, see: Allen et al. (1987) . For ring puckering parameters, see: Cremer & Pople (1975) .
Experimental
Crystal data [Pd(C 19 Table 1 Hydrogen-bond geometry (Å , ). (Caselli et al., 2005; Pou et al., 2007; Ramírez et al., 2008; Roy et al., 2008) . Their complexes with palladium (II) ions are found to be efficient catalysts in organic synthesis, especially in C-C bond formation (Abu-Surrah et al., 1999; Ayala et al., 2004; Lai et al., 2005) . In the present paper, the preparation and crystal structure of the complex N,N'-bis-salicylidene-2,2-dimethylpropane-1,3-diamine palladium(II) is described.
The asymmetric unit of the title complex ( In the crystal packing ( Fig. 2) , the neighbouring complex molecules are stacked approximately along the b direction by π···π interactions between the Pd1A/N1A/C2A/C3A/C8A/O1A and Pd1B/N1B/C2B/C3B/C8B/O1B rings with the Cg···Cg distance of 3.5724 (19) Å. The crystal is stabilized by O-H···O hydrogen bonds involving the solvated ethanol molecule (Table 1) . 
Refinement
All H atoms were placed in calculated positions with
CH and aromatic, 0.96 Å, U iso = 1.5U eq (C) for CH 3 atoms. A rotating group model was used for the methyl groups. A large peak on the difference electron density map indicated that the oxygen atom (O5) in the ethanol molecule was disordered.
The occupancies of the two disorder components were refined to full convergence yielding a ratio of the major-to-minor components of 0.77 (2):0.23 (2).The highest residual electron density peak is located at 1.17 Å from H19D and the deepest hole is located at 0.76 Å from Pd1A.
Figures Fig. 1 . The asymmetric unit of (I), showing 50% probability displacement ellipsoids and the atomic numbering. Disorder of the ethanol molecule is shown. Primary atom site location: structure-invariant direct methods Extinction correction: none 
Special details

